: Performance profiling of mSINGS, MSISensor and MANTIS over a representative tumornormal pair (TCGA-V5-A7RE). In (A), the file size of each BAM and total number of reads after deduplication is listed. In (B), runtime, memory usage, and total disk space used by each tool is listed. Runtime is listed as hours:minutes:seconds. mSINGS runtime does not include baseline generation. As MSISensor and MANTIS support multithreading, one thread and three threads were tested for each.
A:
File Supplemental Files:
• S1: Summary of the TCGA (The Cancer Genome Atlas) and SU2C (Stand Up To Cancer) data used for main comparisons.
• S2: mSINGS, MSISensor and MANTIS scores for all 458 pairs used for testing and analysis of MSI calling tools. The results from the 24 pairs used for sequencing center comparison (see Supplemental Table S5 ) are not included.
• S3: Summary of the TCGA data used for tool comparisons by sequencing center.
• S4: The performance of each locus assessed with mSINGS, MSISensor and MANTIS, within COAD/READ, UCEC, STAD, and all three cancer types taken together. Note that locus performance scores from MANTIS are not directly comparable to those from mSINGS or MSISensor, due to the different algorithms used by each.
• S5: Performance of mSINGS, MSISensor and MANTIS in COAD/READ, UCEC and STAD, with each list of top loci (10, 20, 30, 40, 50, 100, 250 , 500 or 1000, from COAD/READ, UCEC, STAD or overall, in COAD/READ, UCEC, STAD or overall, with mSINGS, MSISensor or MANTIS).
